phylogenetically evenly distributed prokaryotic species; see Methods for details and Supplementary Data 2 for the included strains. Blue: relative difference in mutation rates, μ io , derived from inter-operonic sites; green: scaled selection coefficient related to transcription, S RNA , derived from fourfold synonymous (4s) sites; red: selection related to translation, S AA , derived from nonsynonymous (ns) sites. Replication-related selection favors the cheaper nucleotides T/U and C in most genomes (S RNA < 0), while translation-related selection almost always favors the more expensive A and G (S AA > 0). The scaled selection coefficients were averaged over the estimates from leading and lagging strand for each genome.
Supplementary Figure 12.
A phylogenetic tree of the 1,550 prokaryotes used in this study, visualized using Evolview (http://www.evolgenius.info/evolview/). Organisms with their accession numbers highlighted in red are archaea. To show that species from major taxonomic clades can be positioned correctly on the phylogenetic tree, two color strips were plotted; in the inner strip, the 1,550 species were color-coded by the phylum (the 'Group' column in Supplementary Data 3) they are in, while in the middle strip, they were colorcoded by the class (the "SubGroup" column in Supplementary Data 3) they are in. In addition, an outer strip was plotted to indicate the obligate intracellular organisms (pathogens and symbionts) used in this study. Note that the color-codes are independent in the three strips. 
